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Methods S1 Methodological details on capture baits design
To achieve a good representation of the polyploid genome, we designed 20,000 100-bp capture probes (Fragaria baits v2.0) intended to anchor all homeologous chromosomes.
Specifically, we first retained 7611 baits that were designed previously for Fragaria baits v1.0 (Tennessen et al., 2013) from the reference Fragaria vesca genome assembly v1.1 (Genome Database for Rosaceae; https://www.rosaceae.org/) and were also found to harbor polymorphic loci in octoploid linkage maps of F. chiloensis and F. virginiana ssp. virginiana (Tennessen et al., 2014) . In contrast to the previous 1.5× tiling-that is, two baits flanking and one bait overlaying a central targeted polymorphism-in Tennessen et al. (2013) , we adopted single bait design for selecting these 7611 baits and developing new bait sequences.
New baits were first designed from previously untargeted regions in the reference F.
vesca genome assembly v2.0 (Fvb; Tennessen et al., 2014 ) that includes seven chromosomes (I-VII) and un-anchored scaffolds over 10 kb (Fvb0). To do this, the reference genome assembly was fractured into contigs that were separated by a continuous stretch of ≥20 unknown bases.
We searched for 100 bp candidate sequences in these contigs that were not targeted before, following the criteria of no unknown bases, no homopolymer of ≥6 bp, intermediate GC content
of 30-70%, and unique sequences in the genome (BLAST e-value of ≤10 -15 and percent identity cutoff of 85%). A single bait was retained for each contig, even if additional suitable candidates were detected. As a result, 8372 such baits were designed. Because these contigs were variable in length, the reference genome assembly was unlikely represented evenly. To overcome this, we then designed baits for all the remaining regions of ≥25 kb with no bait present, by searching for a candidate bait sequence every 25 kb; this added 583 more baits. In addition, 742 un-assembled scaffolds of F. vesca genome v1.0 (Shulaev et al., 2011) , which were shorter than 10 kb each and thus have not been incorporated into previous genome assemblies, were used to supplement our new set of Fragaria baits. In this respect, additional 1604 baits were designed with relaxed criteria of GC content (10-90%) and homopolymers (≤9 bp).
Furthermore, 1789 baits were developed from F. iinumae contigs (Hirakawa et al., 2014;  https://www.rosaceae.org/species/fragaria/fragaria_vesca/genome_v1.0) that did not show homology to F. vesca genome. Lastly, we obtained 41 baits from octoploid F. virginiana ssp.
virginiana bacterial artificial chromosomes (BACs; J. A. Tennessen et al., unpublished) that were in the vicinity of the sex-determining region (Spigler et al., 2011) .
Methods S2 Targeted sequence capture library preparation
We constructed DNA libraries using 
